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Please find below a communication from the EXAMINER in charge of this application 

This application contains sequence disclosures that are encompassed by the 
definitions for nucleotide and/or amino acid sequences set forth in 37 CFR 1.821(a)(1) 
and (a)(2). However, this application fails to comply with the requirements of 37 CFR 
1.821 through 1.825 for the reason(s) set forth on the attached Notice To Comply With 
Requirements For Patent Applications Containing Nucleotide Sequence And/Or Amino 
Acid Sequence Disclosures. 

APPLICANT IS GIVEN A ONE MONTH EXTENDABLE PERIOD WITHIN WHICH TO 
COMPLY WITH THE SEQUENCE RULES, 37 CFR 1.821 - 1.825. Failure to comply 
with these requirements will result in ABANDONMENT of the application under 37 CFR 
1 .821(g). Extensions of time may be obtained by filing a petition accompanied by the 
extension fee under the provisions of 37 CFR 1.136. In no case may an applicant 
extend the period for response beyond the six month statutory period. Applicant is 
requested to return a copy of the attached Notice to Comply with the response. 



Any inquiry concerning this communication should be directed toTahira Bhatti whose 
telephone number is (703) 605-1203. The examiner can normally be reached on Monday through 
Friday from 8:00 am to 4:30 pm. 

If attempts to reach the examiner by telephone are unsuccessful, the examiner's 
supervisor, Jyothsna Venkat, can be reached at (703)308-2439. The fax number for this group is 
(703)305-3014. 

Any inquiry of a general nature or relating to the status of this application or proceeding 
should be directed to the group receptionist whose telephone number is (703)308-0196. 

Tahira Bhatti 
Patent Examiner 
Technology center 1 600 
Art Unit 1627 
Nov 27, 2001 




Application ^^''(31jIiUi^I£^ 
NOTICE TO COMPLY WITH REQUIREMENTS ^OR PATENT APPL^^^^^^^ 

nScleotide sequence and/or amino acid sequence disclosures 

TH nudeot.de and/or amino add sequence disdosure contained in ttiis application does nol comply v^tt. the requiremem 
for s^ch a disdosure as set forth in 37 CFR 1.821 - 1.825 for the following reason(s) 

1X1 1 This application dearly fails to comply with (he requirements of 37 CFR 1.821-1.825. Applicant's attention is 
directed to these regulations, published a( 1114 OG 29. May 15. 1990 and at 55 FR 18230. May 1. 1990. 

K7f ■ A , , ■ „„,roi« nart of (he disdosure on paper copy, a "Sequence Usting" as 

I XI 2 This application does not contain, as a separate pan oi int. uiiwuiu i- ^ n 

- required by 37 CFR 1.821(c). ^ 
El 3. A copy of-theiSequence UsUng- icvco«pater readable form has not been submitted as required by 37 CFR 1 .8: 

□ 4 A copy of the -Sequence Usting" In computer readable form has been submitted. However, the content of the 

^ . X » I , w.-it. rAniHr/^ments of 37 CFR 1.822 and/or 1.823, as indicated on (he 
computer readable form do63 not comply wth the requiremenu, v^* 

attached markednip copy of the "Raw Sequence Usting." 

□ 5 The ^mputer readable form that has been f^led with this applioaUon has been found to be damaged and/or 
unreadable as indicated on the attached CRF Diskette Problem Report A substitute computer readable form^ust 
submitted as required by 37 CFR 1.825(d). 

□ 6. The paper copy of the "Sequence Usting" is not the same as the computer readable form of the "Sequence Usti 
as required by 37 CFR 1 .821 (e). 



□ r. 



Other: 



Applicant must provide: 

El An Initial or computer readable fomi (CRF) copy of the "Sequence Usting" 

^ An initial or «*fe^feaper copy of the "Sequence Usting". as well as an amendment directing its entry into the 

specification 

^ A statement that the content of the paper and computer readable copies are the same and. where applicable, indu 
new matter, es required by 37 CFR 1.821(e) or 1.821(0 or 1.821(g) or 1.825(b) or 1.825(d) 

For questions regarding compliance with these requiremenls. please contact 

For Rules Interpretation, call (703) 308-1123 
For CRF submission help, call (703) 308-4212 
For Patentin software help, call (703) 308-6856 



Please return a copy of (his notice with your response. 
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<160> 10 

70> WordPerfect version S.l 

\ 

<210> 1 

<211> 10 

<212> PRT 

<213> Artificial Sequence 
<220> 

<222> 1..10 ^ 

<223> sequence for purifying proteins 




<221> 

<222> 

<223> 

Ala, 

Phe, 

<221> 

<222> 

<223> 

Val, 

He, 

<223> 



unsure 
2 

Xaa is an amino acid selected VErom the group consisting of 
Val, Phe, Ser, Met, Trp, Tyr, Asn, Asp and Lys, particularly preferably 
Ser, Asn, Asp and Lys, very part\icularly preferably Asn. 



unsure 



Xaa is an amino acid selectedXf rom the group consisting of 
He, Phe, Pro, Trp, Tyr, Gin, Glu and Arg, particularly preferably Val, 
Phe, Pro, Gin, Glu and Arg, \ 
very particularly preferably Gin, Glu and Arg. 



\ 



<221> 
<222> 
<223> 
Gly, 

particularly preferably Gly, He, Thr, Met, Trp, Tyr, Asn Asp, Glu, Arg and 
His, \ 



unsure 
5 

Xaa is an amino acid selected from the\group consisting of 
He, Thr, Met, Trp, Tyr, Asn, Gin, Asp, 'Glu, Lys, Arg and His, 



<223> very particularly preferably Gly, Thr and Tyr. 

<221> unsure 
<222> 6 

<223> Xaa is an amino acid selected from the group ^consisting of 



Val, Phe, Pro, Cys, Met, Trp, Asn, Glu, A^ and His, particularly preferably 
Val, Phe, Cys, Met, Trp, Asn, Arg and His/ very particularly preferably Asn 
and Arg. 

<221> unsure 
<222> 8 

<223> Xaa is an amino acid selected frc^m the group consisting of 
Gly, Ser, Cys, Met, Trp, Asn, Glu, Lys^ and Arg, particularly preferably Gly, 
Ser, Cys, Met, Asn, Glu, Lys and Arg, /very particularly preferably Gly and 
Lys . 

<221> unsure 
<222> 9 

<223> Xaa is an amino acid selected^ from the group consisting of 
Gly, Ser, Cys, Met, Trp, Asn, Glu,/Lys and Arg, particularly preferably Gly, 
Ser, Cys, Met, Asn, Glu, Lys and ^org, very particularly preferably Gly and 
Lys . 

<400> 1 

His Xaa His Xaa Xaa Xaa Cys Xaa /xaa Cys 



10 



<210> 
<211> 



2 

10 



<212> PRT 

<213> Artificial sequence 
<220> 

<223> Sequence for purifying proteins 

<400> 2 

His Gin His Glu Gly Arg Cys^ Lys Glu Cys 
1 5/10 



<210> 3 
<211> 10 
<212> PRT 

<213> Artificial sequence' 



<220> 

<223> Sequence for purifying proteins 



<400> 3 



His Asn His Arg Tyr Gly Cys Gly Cys Cys 
1 5 I 10 



<210> 4 
<211> 10 
<212> PRT I 
<213> Artificial sequence 



<220> 

<223> Sequence for purifying proteins 



<400> 4 



His Arg His Gly Thr Asn Cys Leu Lys Cys 
15 10 

<2ia> 5 
<211> 10 
<212> PRT 

<213> Artificial sequence 
<220> 

<223> Sequence for purifying proteins 
<400> 5 



His lie His Gin Ser Asn Cys Gin Val 
1 5 



<210> 6 
<211> 
<212> 
<213> 



59 
DNA 

Artificial sequence 



<220> 

<221> unsure 

<222> 1. .59 

<223> primer 

<223> n is a, 

<400> 6 



g, c, t or u 



gcaataccat ggggcatnnn catnnnnnrm nntgtnnnnn ntgtgtgagg aagggcgag 



59 



<210> 7 
<211> 
<212> 
<213> 



17 
DNA 

Artificial sequence] 



<220> 

<223> primer 
<400> 7 

cagttggaat tctagag 



17 



<210> 8 
<211> 
<212> 
<213> 



47 
DNA 

Artificial sequence 



<220> 

<223> primer 
<400> 8 

gcaataccat ggggcatcat cadcatcatc atgtgaggaa gggcgag 



47 



<210> 9 



